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Introduction:  The predictors of stroke or TIA in patients with lone atrial fibrillation are not well understood. We evaluated the clinical and genetic 
risk factors that are associated with prior history of or subsequent development of stroke or transient ischemic attack (TIA) in a cohort of 657 
patients with lone atrial fibrillation
Methods: Patients with lone AF, defined as recurring AF in the absence of significant coronary artery, valvular, or congenital heart disease, were 
prospectively enrolled in a data and genetics registry. Univariate and multivariate logistic regression analyses were performed with stroke /TIA as the 
response variable and clinical factors as predictors. Any variable that had a P- value of 0.05 or less on univariate analyses was included in the final 
multivariate model.We also analyzed the association of stroke/TIA with rs2200733 and rs10033464 two single nucleotide polymorphisms (SNPs) on 
chromosome 4q 25 that have been reported to be associated with AF and ischemic stroke.
Results:  TIA or stroke occurred in 39 patients (5.8%). The standard risk factors of hypertension, diabetes mellitus,history of heart failure, and left 
atrial area were not associated with stroke/TIA. Age at diagnosis had borderline association (p=0.057) on univariate analysis. The rs10033464 SNP 
was predictive of stroke/TIA in an additive genetic model with an age adjusted odds ratio of 3.47 ( p.0.017); age was not significantly associated 
with stroke/TIA when modeled with rs10033464. The other previously published allele, rs2200733, was not associated with risk of stroke/TIA in our 
cohort.
Conclusion: Traditional risk factors for stroke or TIA in AF, including history of heart failure, hypertension, age, diabetes mellitus and left atrial area 
did not significantly predict risk for stoke in a lone AF cohort. We have identified sequence variant rs10033464 on chromosome 4q25 as a predicter 
of stroke or TIA in our cohort highlighting the fact that newer predictors, including genetic markers, may be of interest in helping to understand the 
factors that predict the risk of these potential catastrophic complications even in lone atrial fibrillation.
